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Quantitative RT-PCR analysis for other elongator genes in tomato
Figure legends wild-type and SlELP2L-RNAi fruits. MG, mature green; B, breaker. The expression data of mature green (MG) fruit were normalized to 1. Each value represents the mean ±standard error of three replicates. Asterisks indicate a significant difference (P < 0.05) between WT and transgenic lines.
